abolished by methylation of CpG, though some factors,
abolished by methylation of CpG, though some factors, chromatin structure that is independent of transcripcell types and was implicated several years ago in repression of methylated genes. The biochemical characterization of three chromatin MBD2b-a translation product resulting from initiation remodeling and histone deacetylase complexes that at an internal AUG (see Figure 1) -is also reported to contain methyl-CpG-binding proteins provides potential be a DNA demethylase (Bhattacharya et al., 1999) , and mechanisms for DNA methylation to contribute to both MBD4 is a thymine DNA glycosylase. Three out of the the global repression of transcriptional noise and the four repressors are in complexes that contain histone targeted repression of genes. DNA methylation may endeacetylases (whether MBD1 exists in a complex is not courage promoters that are destined for repression to yet clear), indicating that chromatin modification is an become even more stably silenced than they would be important feature of the silencing mechanism. Accordingly, methylated transfected genes can be reactivated by the association of chromatin with unmethylated DNA yltransferase that can complete hemimethylated sites following DNA replication, but can not transfer methyl groups to nonmethylated DNA. In vitro, however, DNMT1 can methylate nonmethylated DNA. Whether there are two or three mammalian de novo methyltransferases remains to be determined. The big question, however, is this: how are de novo methyltransferases recruited to, or excluded from, particular regions of the genome in
